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1 2% 1
: 2 210095
16S rDNA EcoR 1 Hind[ll
16S rDNA 15 BLAST 15
10 97 % 6 A Clostridium novyt type A
99 % A 4 RT-18B  Swine manure bacterium RT-18B 97 %
Peptostreptococcus GenBank 97% 5
4 16SrRNA Clostridium pascui E88  Clostridium tetani E88 Clostridium sp.
14505 Clostridium perfringens ~ 94% ~ 95% 5 Carnobacterium sp. B-7279
94 %
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Q939 A 0001-6209 2005 05-0671-04
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! 1.2
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15%
16S rDNA 70000 CTAB
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1.3 PCR
16S rDNA Pace PCR 16S rDNA
: 16S rRNA 8f 5'-CACGGATCCAGAGTTTGAT C/T  A/C
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M13f  Ml3r GenBank
PCR
56°C 2
1.5 PCR RFLP
PCR PCR 2.1 16S rDNA
Hind [l 92 PCR 138
10pL 4pL PCR 0.1pL 15
16S rRNA BLAST 15
1.2% 10 94 %
6 1478
1.6 99 %
RFLP 1E3 2F11 2F12  2B6 1392
RT-18B  97%
! GenBank GenBank 97 %
GenBank 1D3 Carnobacterium sp.
PHYLIP DNADIST R-7279 94 % 1
1 Panthera tigris 16S rDNA
Table 1  Similarity of 16S rDNA retrieved from fecal flora of tiger Panthera tigris
Clone md‘? and GenBank Nearest relative Similarity/ % Matching base
accession number
1C4  AY558587 Clostridium novyi type A 99.5 1467/1474
1C8 AY558588 Clostridium novyi type A 99.2 1466/1478
IC11  AY558590 Clostridium novyi type A 99.1 1463/1477
1G2 AY558591 Clostridium novyi type A 99.5 1469/1477
2A9 AY558592 Clostridium novyi type A 99.3 1466/1477
IDI0  AY558589 Clostridium novyi type A 98.6 1456/1477
IE3 AY581818 Swine manure bacterium RT-18B 97.7 1359/1391
2F11  AY581820 Swine manure bacterium RT-18B 97.5 1357/1392
2F12  AY581823 Swine manure bacterium RT-18B 97.3 1355/1392
2B 6 AY581819 Swine manure bacterium RT-18B 97.5 1357/1392
2F5 AY581821 Clostridium pascui 95.9 778/811
ID3  AY581816 Carnobacterium sp. R-7279 94.6 1248/1319
IE4 AY685918 Clostridium tetani E88 94.4 1395/1478
2C12  AY685919 Clostridium sp. 14505 95.3 1408/1478
1E2 AY581817 Clostridium perfringens 94.6 1470/1476
2.2 G+C
6 M51 Bacillus megaterium
3 - - MO30
1 2C12 1400 14505
BLAST 95% F
Clostridium pascui E88 Eklund 202F Eubacterium
2 .
728 oxidoreducens G2-2
3G9
1E2
BLAST 1D3 R-7279 94 %
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Bacterial 16S rDNA sequence analysis of Siberian tiger faecal flora

TU Ya' ZHU Wei-yun’" LU Cheng-ping'
! Key Laboratory of Animal Disease Diagnostic & Immunology ~ Ministry of Agriculture > Laboratory of Intestinal Microbiology
Nanjing Agricultural University ~ Nanjing 210095  China

Abstract Bacterial 16S rDNA library of Siberian tiger was developed and 15 different clones were obtained using
EcoR1 and Hind Il in restriction fragment length polymorphism analysis. DNA sequencing and similarity analysis
showed that 10 clones matched corresponding Clostridium sequences of which 6 sequences had over 99% similarity with
Clostridium novyt type A and 4 sequences had 97% similarity with Swine manure bacterium RT-18B  which identified
as Peptostreptococcus spp. The other five 16S tDNA sequences had 94% ~ 95% similarity with Clostridium pascui
Clostridium tetant E88  Clostridium sp. 14505 Clostridium perfringens and Carnobacterium sp. R-7279 respectively.
Key words Faecal flora of tiger 16S rDNA sequences Clone library Phylogenetic tree
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